Key indicators: single-crystal X-ray study; T = 130 K; mean (N-C) = 0.003 Å; R factor = 0.045; wR factor = 0.127; data-to-parameter ratio = 20.0.
The anion of the title salt, 2C 4 H 12 N + ÁS 2 O 3 2À Á4H 2 O, possesses approximate C 3v symmetry. The water molecules themselves engage in hydrogen bonding, forming a ribbon running along the a axis; adjacent chains are linked to the thiosulfate anions by hydrogen bonds, forming a three-dimensional network. The cavities in the network are occupied by the tetramethylammonium counter ions.
Related literature
For tetraethylammonium thiosulfate dihydrate, see: Leyten et al. (1988) .
Experimental
Crystal data 
Data collection
Bruker SMART APEX diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: APEX2 (Bruker, 2007 ); cell refinement: SAINT (Bruker, 2007) ; data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: X-SEED (Barbour, 2001) ; software used to prepare material for publication: publCIF (Westrip, 2010 Fig. 1 ) resulted from the decomposition of 1,2-hydrazinedicarbothioamide under basic conditions. The anion of the salt, tetramethylammonium thiosulfate tetrahydrate, possesses approximate C 3v symmetry. The four water molecules themselves engage in hydrogen bonding to form a ribbon running along the a-axis of the monoclinic unit cell; adjacent chains are linked to the thiosulfate anion by hydrogen bonds to form a three-dimensional network. The cavities in the network are occupied by the ammonium counterions. Tetraethylammonium thiosulfate exists as a dihydrate; in this salt, the sulfur-sulfur bond is 2.028 (1) Å (Leyten et al., 1988) .
Experimental 1,2-Hydrazinedicarbothioamide (0.25 mmol, 0.038 g) was dissolved in tetramethylammonium hydroxide (25% aqueous solution) in a 1:2 molar ratio. A small quantity of water-ethanol (1:2) was added to dissolve the reactants completely. The mixture was set aside for the growth of colorless crystals, which separated after several days.
Refinement
Carbon-bound H-atoms were placed in calculated positions (C-H 0.98 Å) and were included in the refinement in the riding model approximation, with U(H) set to 1.5U(C).
The water H-atoms were located in a difference Fourier map, and were refined with a distance restraint of O-H 0.84±0.01 Å; their temperature factors were freely refined. 4H 2 O at the 70% probability level; hydrogen atoms are drawn as spheres of arbitrary radius. 
